Background: Candidate gene and genome-wide association studies have both reproducibly identified several common Single Nucleotide Polymorphisms (SNPs) that confer type 2 diabetes (T2D) risk in European populations. Our aim was to evaluate the contribution to T2D of five of these established T2D-associated loci in the Arabic population from Tunisia.
Background
T2D is a complex metabolic disorder which is caused by both decreased insulin sensitivity, and impaired insulin secretion due to pancreatic β-cell defects [1] . T2D is thought to result from the effects of environmental and lifestyle risk factors together with at-risk genetic variants in predisposed individuals [2] .
T2D is a global major health problem showing worldwide increasing prevalence [3] . The Arabic population is however particularly targeted by T2D [4, 5] . In the Tunisian population, the prevalence of T2D reaches 9% of adults [6] that is much higher compared with European populations and may be due to the specificity of the Tunisian life style or to a specific genetic background.
From the previous familial linkage and candidate-gene studies, T2D-associated single nucleotide polymorphisms (SNPs) have been confirmed and widely replicated, but with modest effects on disease risk [7, 8] . These variants include the E23K variation in KCNJ11, encoding the Kir6.2 subunit of the K + -ATP channel [9] , the Pro12Ala variant in PPARG [10] , the -30G/A polymorphism in the β-cell specific promoter of glucokinase (GCK) [8, 11] , and the K121Q variant of ENPP1 encoding ectonucleotide pyrophosphatase phosphodiesterase, the inhibitor of insulin receptor [12] .
The SNP with the largest risk effect is the intronic variant, rs7903146, in the TCF7L2 locus [13, 14] . This association was consistently replicated in populations of various ethnic origins, among which Morrocans [15] .
Recently, genome-wide association (GWA) studies revealed novel SNPs that increased T2D risk in different European populations [14, [16] [17] [18] . The French GWA study detected unexpected association to T2D for non-coding SNPs at the HHEX locus (homeobox, hematopoietically expressed) [14] , which were also shown to contribute to an increased risk of T2D in British [18] , Japanese [19] and other Asiatic [20] populations.
In this study, we analyzed five polymorphisms in the following genes, rs7903146 of TCF7L2, rs7923837 of HHEX, rs1788994 of GCK, rs5219 of KCNJ11/Kir6.2 and rs1044498 of ENPP1 using a case-control design in 1,397 individuals (884 unrelated T2D patients and 513 normoglycemic controls) to assess their association with T2D risk in the Tunisian population. To our knowledge, four of them have not been previously tested in this Arabic population, and we aim to evaluate whether these common variants reported to be at-risk for T2D in European populations may also contribute to T2D risk and aetiology in the Tunisian population living in the East-Center part of the country.
Methods

Study population
The T2D group includes 884 unrelated Tunisian diabetic subjects (406 males, 478 females). The affected individuals were recruited in 2003-2006 in collaboration with the Endocrinology-Diabetology departments of Farhat Hached Hospital (Sousse, Tunisia) and Fattouma Bourguiba University Hospital (Monastir, Tunisia). T2D was defined according to 1997 American Diabetes Association. Inclusion criteria: fasting plasma glucose ≥ 7.0 mmol/l and/or treatment for diabetes included diet and/ or oral antidiabetic drugs and/or insulin to achieve glycemic control. All subjects who required insulin had been treated with oral drugs for at least 2 years.
The diabetic cases included in the study are representative of the diabetic population examined in two hospital clinics in the center of Tunisia (Sousse and Monastir, Tunisia) within a time period of 4 years; no clinical criteria of exclusion have been held (except patients diagnosed with type 1 diabetes, and patients with type 2 diabetes diagnosed at age ≤ 40 years).
Individual and clinical characteristics were recorded for all subjects, including age at examination, gender, age at diagnosis, duration of diabetes, first-degree family history of diabetes, treatment for diabetes including date of initiation and/or discontinuation of oral agents or insulin. When available, the following details were obtained from the clinic records: dyslipidaemia, history of chronic complications of diabetes, history of hypertension, ischaemic heart disease and other medical illness.
All T2D patients were compared to a group of 513 normoglycaemic subjects (fasting glycaemia < 6.1 mmol/l, age at examination > 45 years, BMI < 30 kg/m 2 ) from blood donors recruited in the transfusion centres of Monastir and Sousse (Center of Tunisia). None was first degree relative of other subjects in the case or control groups; they were not known to have diabetes although occult disease was not excluded.
Written informed consent was obtained from all subjects and DNA was extracted using the standard phenol-chloroform procedure. The study protocol was approved by the University of Monastir (Tunisia).
SNP genotyping
SNP genotyping of rs7903146 in TCF7L2, rs7923837 in HHEX and rs1799884 in GCK promoter were performed using allelic discrimination TaqMan SNP Genotyping Assays (Applied Biosystems, Foster City, California. USA). The PCR primers and TaqMan probes were designed by Primer Express and optimized according to the manufacturer's protocol. We obtained a 95% genotyping success rate (except for HHEX rs7923837 which gave a 90% genotyping rate). A random of 10% sample set was re-tested with the same method to confirm genotype accuracy. No difference of genotypes was found between the duplicate samples.
For genotyping of E23K (rs5219) in KCNJ11/Kir6.2 and K121Q (rs1044498) in ENPP1, we used the FRET technology using the Light Cycler TM assay (Roche Diagnostics, Basel, Switzerland). For both SNPs, the genotyping success rate was 91%. In order to assess genotyping accuracy for these two SNPs, 20 random samples were tested by direct sequencing, which provided a 100% concordance rate.
Statistical analysis
Allele frequencies were calculated by the genotype-counting method, and each polymorphism was tested for Hardy-Weinberg equilibrium using Chi square goodnessof-fit test using HPlus 2.5 software (see Additional file 1). Comparison of allele frequencies and genotype distributions between all T2D and control groups were done using the Pearson's Chi square test.
Genotypic associations for additive, dominant and recessive models were tested by calculating a logistic regression (adjustments) statistic and corresponding P value using the program SNPstats http://bioinfo.iconcologia.net/ index.php?module=Snpstats. The results are expressed as P value (two-tailed), odds ratio (OR) and 95% confidence intervals (CI). The minimum detectable effect size with a statistical power of 80% was assessed [21] using Quanto software v.1.2.3 http://hydra.usc.edu/GxE. Student's t-test, used to determine differences in means of continuous variables in the normoglycemic control subjects, was performed using the SPSS statistical analysis software v. 16 .0 (SPSS, Chicago, Illinois, USA). Statistical significance was set at a P-value < 0.05.
Results
The clinical characteristics of the T2D patients and control subjects are given in Table 1 . Among T2D subjects, 30.09% (n = 266) are obese (BMI ≥ 30 kg/m 2 ) versus 69.91% (n = 618) non-obese (BMI < 30 kg/m 2 ). No significant differences in clinical features were noted when all T2D patients were compared to the non-obese T2D group (data not shown).
The distribution of allelic and genotypic frequencies of the five SNPs was compared between the two study groups (884 T2D cases and 513 normoglycemic controls) ( Table  2 ). The genotype distributions of all SNPs obeyed Hardy Weinberg equilibrium in the control group (Supplementary Table) .
The T allele of TCF7L2 was significantly associated with increased risk of T2D and the OR adjusted for age, gender and BMI was 1.25, 95% IC [1.06-1.47], P = 0.006 ( Table  2) . The association was observed in all genotypic models but the highest risk was observed under the additive model (OR = 1.56, 95% IC [1.13-2.16], P = 0.002) ( Table  2 ). Table 2 , no other alleles of the remaining variants were associated with an increased risk of T2D in the Tunisian population.
As shown in
We estimated the minimum effect sizes detectable with a statistical power of 80% under different genetic models, and according to the allelic frequencies of each SNP tested in our study, as indicated in Table 3 . Except for TCF7L2 SNP that showed a significant effect on T2D risk with an additive OR value above the threshold estimated in our power calculation, the other four SNPs are known to have a lower allelic contribution that could not be easily detectable in this middle-sized cohort ( Table 3 ).
Discussion
The T-allele of TCF7L2-rs7903146 is associated with an increased risk in T2D among the Tunisian population. Recent GWA studies in populations of European descent showed that TCF7L2 is the T2D gene having the largest risk effect to date [14, 22] , even if the causative variant(s) and etiological mechanism(s) are not yet completely characterized [23] . Our data are also in agreement with the numerous previous replications of the TCF7L2-associated SNPs mostly in white Europeans, but also in West Africans, Mexican and African Americans, Indians and Japanese populations [13, 15, 24] . The rs7903146 variant was also associated with an increased risk in T2D in Moroccan subjects, suggesting a similar effect in several North Afri-can populations [15] . However, a recent study of TCF7L2 variants in an Arab population of Saudi origin reported no association with T2D upon analysis of two SNPs (including rs7903146) [25] .
With regard to the remaining four loci, no association with T2D was detected for HHEX, GCK, KCNJ11 and ENPP1 variants, whereas previous independent studies reported such associations with T2D risk in several European white populations [9, 14, 26, 27] . However, a lack of association between SNPs at the HHEX locus and T2D was also reported in a Moroccan population [27] .
Minor allele frequencies of the SNPs examined in this study compared to those reported from several other populations with different ethnic backgrounds appeared to be variable depending on ethnicity. For example, the frequency of the Q121 allele in our study population is higher (31%) than the one reported in Caucasians which ranged from 10 to 17% [12, 28] , but relatively lower than the one observed in another Tunisian cohort living in the north of the country (47%) [29] , or in African Americans (78,5%) [30] .
The extensively studied K121Q variant (rs1044498) in ENPP1 did not reveal evidence for association with T2D in our study from the Tunisian population. The contribution of this variant to T2D risk in the European white populations has been established in several [12, 31] but not all [32, 28] studies. These findings question the reproducibility of a real contribution to T2D risk and emphazise the more complex diabesity component.
A recent study in another Tunisian population reported that the ENPP1-K121Q variant may predispose to T2D (with an OR of 1.89, 95%CI [1. 13-3.15] , under a dominant model) [29] , but the smaller sample size and ascertainment of the diabetic patients analyzed could explain this difference. In addition, it is noteworthy that in our study we investigated a multicentric sample of T2D patients, more representative of the Tunisian general population contrary to the study by Bouhaha et al. which investigated only a group of individuals from the north of Tunisia. In this part of country, people life style's is more westernized with reduced physical activity and excessive calorie intake in foods. Otherwise, these divergent results of association, whereas a similar frequency of the Q-121 allele was observed in both studies, could be explained by a modest contribution of the ENPP1-K121Q variant to the risk of T2D in Tunisians at the population level, and also in interaction with BMI and environmental factors in modulating T2D risk, as previously reported [33] .
We have to note that the present study was underpowered to demonstrate an effect in T2D risk for HHEX, GCK, KCNJ11 or ENPP1 variants similar to those previously reported from the European diabetic cohorts [27, 30, 34] . Indeed, more modest genetic effects in a polygenic context will need analysis of a larger sample size to be able to definitely conclude for a lack of association due to genetic heterogeneity between specific ethnic backgrounds or to other confounding factors, or to an underpowered association study.
It was previously demonstrated that the genetic effects of variants associated with either insulin secretion (like for GCK, KCNJ11 or TCF7L2) or insulin action (for ENPP1, ADIPOQ or PPARG) may be modulated by the obesity status or adiposity [9, 12, 26, 28, 32, 34] . Thus, the impact on T2D risk may be largely different in obese and non obese individuals depending on the gene variant, as this was exemplified in adequately designed studies [12, 26, 28, 34] .
Previous genetic studies undertaken in this case-control study from the Tunisian population have assessed the impact of a number of gene variants on T2D risk and vascular complications, such as PPARG [35] , eNOS [36] , MTHFR [37] , IL-10 [38] . Except to the Pro12Ala variants of PPARG which were found to be associated only to a lower BMI among T2D patients, the other variants showed a contribution to T2D and in part to diabetic vascular complications.
Conclusion
In conclusion, our data support an effect of the widely replicated TCF7L2 variant on T2D risk in the Arabic population from Tunisia, whereas the other variants tested were not found to play a major role in T2D. In comparison to the European and non-European populations, these findings can be explained by several factors, such as a minor contribution of the studied variants that is not detectable in this middle-sized cohort, the presence of Arabic-specific SNPs in some loci, or a genetic heterogeneity of T2D between different ethnic groups, which we already highlighted in a recent study of novel T2D-associated SNPs in several populations of different ethnic origins [27] . In this context, further GWA studies in Arabic populations from Maghreb are required to further define the genetic components of T2D in these populations.
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